. Differential DNA methylation patterns in microsatellite stability (MSS), microsatellite instability (MSI)-methylated hMLH1 and MSI-mutated MMR CRC. (A) Heatmaps showing 650 selected genes from the MSI group with MLH1 promoter methylation or MMR mutation had an absolute beta difference (Δβ) value of more than 0.5 (hypermethylation) or less than −0.25 (hypomethylation). Red represents increased hypermethylation; green indicates hypomethylation. (B) Ten hypermethylated genes in the MSI group and (C) 24 hypomethylated genes in both MSI groups were observed compared to the MSS group.
. Differential DNA methylation patterns in microsatellite stability (MSS), microsatellite instability (MSI)-methylated hMLH1 and MSI-mutated MMR CRC. (A) Heatmaps showing 650 selected genes from the MSI group with MLH1 promoter methylation or MMR mutation had an absolute beta difference (Δβ) value of more than 0.5 (hypermethylation) or less than −0.25 (hypomethylation). Red represents increased hypermethylation; green indicates hypomethylation. (B) Ten hypermethylated genes in the MSI group and (C) 24 hypomethylated genes in both MSI groups were observed compared to the MSS group. Figure S2 . The figure generated using cBioportal (http://www.cbioportal.org/). Shown are selected genomic profiles including mutations, putative copy-number alterations from GISTIC and mRNA expression data based on mRNA expression z-scores (RNA Seq RPKM). EPDR1 was entered under Gene Set. The plot indicating the correlation between EPDR1 mRNA expression (horizontal axis) and DNA methylation (vertical axis) was downloaded for visualization. These data were downloaded to assess p values using linear regression. Table S2 . BSP primer sequences for EPDR1 gene.
Gene Name Forward 5ʹ-3ʹ Reverse 5ʹ-3ʹ EPDR1 GTTGGTAGTAGTGAGTAGTGAA CCAACAACCAAACACCCAAAA
